The amino acids are numbered to correspond with the convention for Engrailed in Drosophila (29).
Bottom: MI score between amino acids and MGW at each position of their preferred DNA binding sites. Figure S8 : DNA shape analysis of the PBM data for Hox proteins in mouse (14) . Left: Average minor groove width in each position of the preferred DNA binding sites of anterior and posterior Hox proteins. Right: Variations in amino acids at the N-terminal tail, recognition helix (marked in black box), and other positions that were previously suggested to be important for HD-DNA recognition. The amino acids are colored according to the Clustal default color scheme. Note that the different DNA shape preferences of anterior and posterior Hox protein observed here for mouse have been previously discovered for Drosophila (20). 
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